Key indicators: single-crystal X-ray study; T = 223 K; mean (C-C) = 0.005 Å; R factor = 0.081; wR factor = 0.260; data-to-parameter ratio = 14.2.
The title compound, C 11 H 15 N 3 O, crystallizes with two independent molecules per asymmetric unit which differ slightly in their side-chain orientations: the C N-N-C torsion angle is À176. 2 (3) in one of the molecules and À179. 83 (3) in the other. Each independent molecule adopts a trans configuration with respect to the C N bond. The two independent molecules are related by a pseudo-inversion center and they exist as a N-HÁ Á ÁO hydrogen-bonded dimer. The dimers are linked into zigzag chains along [100] by C-HÁ Á ÁO hydrogen bonds.
Related literature
For general background to this type of compound, see: Cimerman et al. (1997) ; Offe et al. (1952) ; Richardson et al. (1988) Table 1 Hydrogen-bond geometry (Å , ). for related structures (Li et al., 2008; Shang et al., 2007) .
The two independent molecules are related by a pseudo inversion center, and in the crystal they exist as N-H···O hydrogen-bonded dimers. The dimers are linked into a zigzag chain along the 'a' axis by C-H···O hydrogen bonds. (Table 1) . 
Refinement
H atoms were positioned geometrically (N-H = 0.86 Å and C-H = 0.93 or 0.96 Å) and refined using a riding model, with U iso (H) = 1.2U eq (C,N) and 1.5U eq (C methyl ). 
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
